ABSTRACT Enterococcus faecalis CG_E is a Gram-positive, lactic acid-producing coccus. The draft genome of E. faecalis strain CG_E comprises 2,969,881 bp and exhibits a GϩC content of 37.34%. The genome encodes 2,848 predicted protein-encoding and 97 RNA genes.
fermentation, is present. We also identified several phosphotransferase systems specific for several sugars such as fructose, glucose, maltose, sucrose, trehalose, mannose, and cellobiose and also for mannitol, sorbitol, and galactitol as well as for N-acetyl-Dglucosamine and N-acetyl-galactosamine. The genome harbors genes encoding a mannose-6-phosphate isomerase, an L-rhamnose-isomerase, and an L-rhamnose mutarotase as well as a mannitol-1-phosphate-5-dehydrogenase. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. MIQF00000000. The version described in this paper is version MIQF01000000.
